Background: Hepatocellular carcinoma (HCC) is a worldwide malignant liver tumor with high incidence in China. Subchromosomal amplifications and deletions accounted for major genomic alterations occurred in HCC. Digital karyotyping was an effective method for analyzing genome-wide chromosomal aberrations at high resolution.
Background
Hepatocellular carcinoma (HCC) is one of the major human malignant tumors worldwide. Accumulation of genetic and epigenetic changes plays an important role in the process of hepatocarcinogenesis. Chromosomal aberration is among the most prevalent genetic alterations observed in HCC [1] . Recurrent chromosomal gains of 1q, 6p, 8q, 17q, and 20q, and losses of 1p, 4q, 5q, 6q, 8p, 9p, 10q, 13q, 16q, 17p, 19p, and 22q in HCC have been documented in previous studies [2] [3] [4] [5] [6] [7] . Exploring cancer genome in great details always led to the identification of cancer-associated genes (also referred to as target genes) located within the amplified or deleted chromosomal regions. For example, deletion at 1p36 locus in HCC was reported to be one of the common mechanisms for inactivation of RUNX3, a putative tumor suppressor gene located within this region [8] . Elevated expression level of PTK2 and EIF3S3 genes in HCC was demonstrated to be significantly correlated with amplification of 8q23-q24, indicating a potential role for these genes in progression of HCC [9] .
Recent innovations on molecular genetic techniques allowed investigators to perform genome-wide analysis of chromosomal aberrations at high resolution. Among these techniques, array-based comparative genomic hybridization (aCGH), high-density single nucleotide polymorphism (SNP) arrays and digital karyotyping have been proved to be the most effective tools in discovering abnormal chromosomal features [7, 10, 11] . Instead of generating analog signal intensity in the array-based methods, digital karyotyping is characterized by providing direct, unbiased, precise and quantitative measurement of chromosomal aberrations, with a theoretical resolution as high as 0.004 Mb [12] .
In the current study, digital karyotyping was applied to detect chromosomal aberrations in HCC. We found that the amplification at 7q21.3 locus may contribute to the development or progression of HCC. Gains of 7q21 have been observed in tumors such as prostate cancer, colorectal cancer and HCC [13] [14] [15] . Tsuji et al. has identified PEG10 as a putative oncogene located within the amplified 7q21 locus in HCC [16] . Our study highlighted that more target genes including SGCE, DYNC1I1, SLC25A13, as well as PEG10, were harbored within the amplicons at 7q21.3 in HCC. Furthermore, up-regulation of SGCE, DYNC1I1 and PEG10 genes were also observed in HCC. These results indicated that amplification of 7q21.3 may be involved in carcinogenesis of HCC, and SGCE, DYNC1I1 and PEG10 were candidate oncogenes located within 7q21.3 locus.
Methods

Tissue samples
Clinical tumorous and corresponding non-tumorous liver tissues were obtained from HBV-positive primary HCC patients who underwent curative surgery. Specimens were kept frozen in liquid nitrogen immediately to avoid any degradation of RNA and/or DNA. Blood of normal individuals was obtained from healthy people who underwent regular physical examination. All samples were collected with informed consent and the study was approved by the Institutional Human Subjects Protection Review Board.
Digital karyotyping
Genomic DNA was isolated from one tumorous liver tissue using DNeasy kit (Qiagen) according to the manufacture's instruction. Then, 10 μg of genomic DNA was used to generate digital karyotyping library as described by Leary et al [17] . However, the concatemers of ditags were not cloned into pZero because 454 Genome Sequencer FLX System (Roche) was applied in large scale sequencing in this study. Instead, the concatemers with adhesive ends of CATG were ligated to a pair of modified adaptors A + and B + which provide priming regions for the following emulsion PCR and 454 pyrosequencing. The original Adaptor A and B provided by the GS FLX Standard DNA Library Preparation Kit (Roche) were blunt-ended and could not be ligated to concatemers directly. Thus, we designed a modified Adaptor A + and B + with an extruding end which was complementary to the adhesive end of concatemers. The sequences of Adaptor A + and B + were as followings: Adaptor A + forward strand: 5'-CCA TCT CAT CCC TGC GTG TCC CAT CTG TTC CCT CCC TGT CTC AGA CTG CAT G-3'; Adaptor A + reverse strand: 5'-CAG TCT GAG ACA GGG AGG GAA CAG ATG GGA CAC GCA GGG ATG AG-3'; Adaptor B + forward strand: 5'-Biotin-CCT ATC CCC TGT GTG CCT TGC CTA TCC CCT GTT GCG TGT CTC AGA CTG CAT G-3'; Adaptor B + reverse strand: 5'-CAG TCT GAG ACA CGC AAC AGG GGA TAG GCA AGG CAC ACA GGG GA-3'. The underlined basepairs were optional barcode sequences. The following procedures were carried out according to the original protocol [18] , and sequencing run was performed on 454 GS FLX instrument. The 21 bp genomic tags were extracted using SAGE2000 software (Invitrogen). The experimentally observed tags were mapped to virtual tags on the genome and their relative frequency was counted to detect genomic amplifications and deletions using Digital Karyotyping Data Viewer software http://cgap.nci.nih.gov/SAGE/DKViewHome. The database of virtual genomic tags was established according to sequences of NCBI Human Genome Assembly Build 37 (released on Aug 2009).
Quantitative PCR
Genomic DNAs were extracted from tumorous liver tissues of 52 HCC patients and peripheral blood lymphocytes of 52 normal individuals using DNeasy kit (Qiagen). PCR reaction mixture of 25 μl was composed of 50 ng genomic DNA, 12.5 μl SYBR Premix Ex Taq (TaKaRa), 250 nM of each primer and appropriate volume of ddH 2 O. The thermal cycles were performed on ABI Prism 7300 apparatus (Applied Biosystems) with conditions of 95°C for 10 s, followed by 40 cycles of 95°C for 5 s and 60°C for 30 s. Each PCR reaction was performed in triplicate and threshold cycle numbers were averaged. The primers (Table 1) were designed using Primer 3 software http://frodo.wi.mit.edu/ primer3/. The repetitive element LINE-1, which is likely to has an equivalent copy number in cancer and normal genomes, was used as an endogenous control for normalization of DNA content.
Quantitative reverse transcription-PCR (RT-PCR)
Total RNAs were extracted from 32 pairs of tumorous and corresponding non-tumorous liver tissues using TRIzol reagent (Invitrogen), and then treated with RNase-free DNaseI (Promega) prior to reverse transcription. The reverse transcription reactions and following quantitative PCR reactions, as well as statistical analysis were done as previously described [19] . GAPDH was used as internal control for normalizing mRNA level. The sequences of primers used for quantitative RT-PCR were listed in Table 2 .
Statistical analysis
Student's t test and Bonferroni correction were applied in the statistical analysis of quantitative PCR and RT-PCR data.
Results
Digital karyotyping of HCC
We applied 454 pyrosequencing in the current study, and obtained a total of 821,252 genomic tags from the digital karyotyping library of HCC, among which 529,162 tags could be mapped to unique loci of human genome (i.e. filtered tags). By aligning these filtered tags across each chromosome using Digital Karyotyping Data Viewer software with a window size of 20, we identified multiple subchromosomal regions of amplification (fold change ≥3) and deletion (fold change ≤0.1) (Additional file 1). Among all these chromosomal aberrations, gains of chromosome 7 were of most interest. As many as fifty amplicons with sizes ranging from 287 bp to 212,814 bp were detected on the q arm of chromosome 7, some of which harbored known genes while some did not ( Table 3 ). The amplified subchromosomal region between 116,320,004 bp and 116,359,984 bp of 7q31 harbored MET gene, a wellknown oncogene involved in hepatocarcinogenesis [20, 21] . The SGCE gene previously reported to be up-regulated in HCC by our group [19] , was identified to reside within an amplicon at 94,187,248 bp-94,227,832 bp of 7q21.3. According to the power calculation method developed by Salani et al, a 3-fold amplification covering 38 kb could be detected with a positive predictive value (PPV) ≥95% if 890,628 experimental tags were obtained [22] . Thus, with 821,252 tags available in this study, the PPV of detecting a 3-fold amplification of 40,584 bp which spans SGCE gene was supposed to be approximately 95%. We also observed that another two genes, DYNC1I1 and SLC25A13 located closely to SGCE, were contained within the amplicons at 7q21.3. Gene expression profile analysis of HCC has implied that SGCE and PEG10 harbored within 7q21.3 locus were putative tumor-associated genes [19] . Thus, our further investigation was focused on 7q21.3 locus, trying to find out more candidate protooncogenes within this amplified subchromosomal region.
Genomic amplification of SGCE, PEG10, DYNC1I1 and SLC25A13 in HCC
To validate genomic amplifications of SGCE, DYNC1I1 and SLC25A13 detected by digital karyotyping analysis, real-time quantitative PCR was performed in 52 HCC samples and 52 normal individuals. PEG10, a gene located very closely to SGCE in a head-to-head manner, was also selected for examination as a positive control, because both amplification and up-regulation of PEG10 have been observed in HCC [16, 23] . The schematic illustration of genes located within subchromosomal region of 7q21.3 (from 94,187,248 bp to 95,968,724 bp) was shown in Figure 1 . Amplification of genomic DNA was defined as the DNA level of a HCC sample exceeded the mean plus 2 standard deviations of 52 normal individuals [24] . As shown in Figure 2 , genomic amplification of SGCE, PEG10, DYNC1I1 and SLC25A13 was observed in 11 (21%), 11 (21%), 11 (21%) and 23 (44%) of the 52 HCC samples respectively. In the cases of SGCE, PEG10, and SLC25A13 genes, significant differences were observed between HCC samples and normal individuals, with p < 0.05 after Bonferroni correction. However, the DYNC1I1 gene was likely to be a nominal one, with p value of 0.07 after Bonferroni correction (Additional File 2).
Up-regulated expression of SGCE, PEG10 and DYNC1I1 in HCC
The transcript expression level of SGCE, PEG10, DYNC1I1 and SLC25A13 genes in tumorous and paired nontumorous tissues were examined in 32 HCC patients by real-time quantitative RT-PCR. As shown in Figure 3 and Additional File 3, mRNA expression level of SGCE, PEG10 and DYNC1I1 genes were up-regulated in tumorous liver tissues compared with corresponding nontumorous counterparts. However, no significant difference was observed in expression level of SLC25A13 between tumorous and nontumorous liver tissues (data not shown). Taken together, these results suggested that SGCE, PEG10 and DYNC1I1 were putative oncogenes at the amplified 7q21.3 locus in HCC.
Discussion
In the present study, we applied 454 GS FLX, one of the next-generation sequencing systems, in large-scale [16, 23, 25] . However, within the subchromosome region7q21.3, only PEG10 has been identified as a potential target gene related to progressive development of HCC [16, 23] . Our study suggested that another two genes, SGCE and DYNC1I1, may also be HCC-related protooncogenes within the 7q21.3 locus. Genomic amplification of PEG10, SGCE, DYNC1I1 and SLC25A13 were detected by digital karyotyping analysis of HCC, and validated through real-time quantitative PCR. Among 52 HCC samples we examined, eleven (21%) of them showed genomic amplification of SGCE, PEG10 and DYNC1I1 respectively, and 23 (44%) of them exhibited genomic amplification of SLC25A13. Further examinations on mRNA expression level of these genes found that SGCE, PEG10 and DYNC1I1 were significantly up-regulated in HCC tumorous tissues compared with the paired nontumorous counterparts. Taken together, these findings indicated that in addition to PEG10, SGCE and DYNC1I1 were likely to be candidate targets for the 7q21.3 locus in HCC.
PEG10 has been identified as a putative target gene for the amplification at 7q21, as well as a progression related biomarker for HCC [16, 23] . SGCE, the epsilon member of sarcoglycan family, was demonstrated to be involved in myoclonus-dystonia syndrome (MDS) which is characterized by rapid myoclonic jerks and dystonia [26] . Recent studies shed light on a role SGCE may play in tumors, as it was up-regulated in a parallel way with PEG10 in both B-cell chronic lymphocytic leukemia and HCC, and showed low or null microsatellite instability in colorectal cancer [19, 27, 28] . However, since the function of SGCE and the mechanism of how it participate in tumor progression remains unknown up to now, its differential expression in HCC could only be regarded as a potential tumor-related marker without any concrete function. DYNC1I1 gene encoded dynein intermediate chains 1, a component of cytoplasmic dynein complex, and participated in recognizing, binding and transporting vesicles, proteins, and RNAs et al [29, 30] . DYNC1I1 was also reported to be a reliable positive marker in testing bone marrow stromal cells prepared for tissue engineering and cell therapy [31] . Our study indicated DYNC1I1 
Conclusions
In this study, we examined chromosomal aberrations of HCC on a genome-wide scale and found that subchromosomal region of 7q21.3 was amplified in HCC. Genomic amplification of PEG10, SGCE, DYNC1I1 and SLC25A13 genes which located within the 7q21.3 locus were detected in HCC, and up-regulated expression of genes was also found in cases of PEG10, SGCE and DYNC1I1. These results suggested that besides PEG10, SGCE and DYNC1I1 may also be probable target genes in the subchromosomal region of 7q21.3. Further studies are needed to explore functional roles of PEG10, SGCE and DYNC1I1 genes might play in the initiation and/or progression of HCC.
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